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VH1E.SEQ(1>267) 

VH3E.SEQO >2B4) 

VH4LSEQ(1>210) 
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VH12ULSEQ(1>193) 
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VH1FORLSEQ(1>208) 

VH3FORLSEQ(1>207) 
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ENZYMES: ALL 74 ENZYMES (NO FILTER) 

SETTINGS: LINEAR, CERTAIN SITES ONLY, STANDARD GENETIC CODE 



Ddel 



SEQ.ID.NO 



| Pstl isaugeil^" | Sa 

.1 TC^XXTCIOOSAAm 



Alu I 

Avail pvun 
Sau96 I 
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|Sau96l 



Eco57 I 



Bsrl 



SBQ.ID 
SBQ.ID 
SBQ.ID 
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LIPMAN-PEARSON PROTEIN ALIGNMENT 

KTUPLE: 2; GAP PENALTY: 4; GAP LENGTH PENALTY: 12 

SEQ1(1>115) SEQ2(1>125) SIMILARITY GAP GAP CONSENSUS 

J591VH.PRO MUVHIIA.PRO INDEX NUMBER LENGTH LENGTH 

(1>115) d>125) 75.6 2 10 125 

10 20 j— 30 j— 40 |-50 

EVQLQQSGPELVKPG : SV : I SCK : SGYTFT : Y : :WVKDS.GKSLEWIG:INP.NC3Gr: 
E^/QDQQSGPELVKPGAS^ 

t_ 10 t_20 ^—30. t_40 ^—50 t— 60 

j— 60 p70 |-80 j-90 j— 100 ^—110 

Y^KFEDKZ^TVDKSSSTAYMELR^ WNFDYWGQGIT 

YNQKF. : KZ^XLTVDKSSSTAIM : L> . SLTSEDSAVYYCA G . .EDYWGQGTT 
YNQKFT<GKM1jTVDKSSSI?^^ 

i_ 70 t_so i-90 ^—100 110 120 
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VK20UE.SEQ{1>230) — - r 

VK25ULSEQ(1>209) - H 

VK16UE.SEQ(1>142) ^ 

VK18UE.SEQ(1>80) — ^ 
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ENZYMES: ALL 74 ENZYMES (NO FILTER): 

SETTINGS: LINEAR, CERTAIN SITES ONLY, STANDARD GENETIC CODE 
, AIu 



■ Hph I 
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SEQ.ID.NO. 9 GCAGTCia^mAACIGC^ 
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210 



SEQ.ID.NO.IO 
SEQ.ID.NO.il 
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SEQ.ID.NO-9 

SEQ.ID.NO.IO 
SEQ.ID.NO.il 
SEQ.ID.NO.12 
SEQ.ID.NO.13 



SEQ.3D.NO. 9 

SEQ.ID.NO.IO 
SEQ.ID.NO.il 
SEQ.ID.NO.12 
SEQ.ID.N0.13 



QSPKLLIYGASNRYTGVPDRFTG 
SSLLNC . YTGHPTGTLGS PIASQA 
A V S TAD I RG I Q PVH W G PR S LH R 

Mbo I Eco57 | 

.Dpnl jBsp6ll ^ bo11 | 

| m i 1 i M i | I ll I | I l l l | l I l l | l l I l | I l ll | l l l l | M I I | . I l M | I I I I | I I I l I I I I I I l i l I M oQ 

TCACCITtf^aSI^^ 

SGSATDFTLTISSVQAEDLADYH 
VDLQQISL. PSAVCRLKTLQIIT 
QW I CNRFHSDHQQCAG . RPCRLSL 



Ava II 
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,Alul 



| AlU I |Rsal joaucFui |- 

GTKX^CIAGGGITAGAGCEATC nrn 
| | | I | 1 I 1 I I M 1 I | I I I I | I I I 1 | I I M 1 I 1 M | 1 I I I | M I I | I I I 1 | I I I I 1 I 1 M | M I I | 1 M I | 350 
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CGQGYSYPYTFGGGTKLE I KRADA 
VDRVTAI RTRSEGGPSWK N G L M 

W T G LQL SVHVRRGD OA G N KTG . C 
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LIPMAN-PEARSON PROTEIN ALIGNMENT 

KTUPLE: 2; GAP PENALTY: 4; GAP LENGTH PENALTY: 12 



SEQ1(1>107) SEQ2(1 > 1 1 1) SIMILARITY GAP GAP CONSENSUS 

J591VK.PRO MUVKV.PRO INDEX NUMBER LENGTH LENGTH 

(1>107) (1>109) 60.4 2 2 109 

j-10 p20 j-30 p40 ^—50 

NIVMIQSPKSMSMSWjE^^ - ENWIWSWYQQKPBQS 

:I MIQSP.S:S S:G:RVT:TC:AS ::: .Y: :WYQQKP. SPKLLIY AS. . ;GVP 
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t— 10 f— 20 ^—30 ^—40 ^—50 t— 60 

60 70 |— 80 j— 90 100 
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